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MRILQLILLA LATGLVGGET JrIIKGFECKP HSQPWQAALF EKTRLLCGAT LIAPRWLLTA 

ahclkpryiv hlgqhnlqke egceqtrtat esfphpgfnn slpnkdhrnd imlvkmaspv 
sitwavrplt lssrcvtagt sclisgwgst sspqlrlpht lrcanitiie hqkcenaypg 
nitdtmvcas vqeggkdscq gdsggplvcn qslqgiiswg qdpcaitrkp gvytkvckyv 
dwiqetmkneQ 
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> PDOC00001 PS00001 ASN GLYCOSYLATION N-glycosylation site [pattern] [Warning: pattern 
with a high probability of occurrence]. 



99 - 102 NNSL 

165 - 168 NITI 

181 - 184 NITD 

210 - 213 NQSL 



> PDOC00Q05 PS0Q0Q5 PKC_PHOSPHO_SITE Protein kinase C phosphorylation site [pattern] 
[Warning: pattern with a high probability of occurrence]. 



132 - 134 SsR 

160 - 162 T1R 

227 - 229 TrK 

246 - 248 TmK 



>PDOC00006 PSQ0006 CK2_PHOSPHO_SITE Casein kinase H phosphorylation site [pattern] 
[Warning: pattern with a high probability of occurrence]. 



88 - 91 TatE 
167 - 170 TiiE 
190 - 193 SvqE 



> PDOC00008 PS00008 MYRISTYL N-myristoylation site [pattern] [Warning: pattern with a high 
probability of occurrence]. 



14-19 GLvgGE 

82 - 87 GCeqTR 

194 - 199 GGkdSC 

22 0 - 225 GQdpCA 



> PDOC00124 PS50240 TRYPSIN_DOM Serine proteases, trypsin domain [profile]. 

15 - 248 LVGGEtriikgf ECKPHSQPWQAALFEKT-RLLCGATLIAPRWLLTAAHCLKPR Y 

I VHLGQHNLQKEEGCEQTRTATES FPHPGFNns lpNKDHRND IMLVKMAS PVS I TWAVRP 
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LTL - - S S RC VTAGTS CL I SG WGS TS S PqLRLPHTLRCAN I T 1 1 EHQKC - ENAYPGN I TDT 

MVCAS VQEGGKD S CQGD SGGPL VC NQSLQGI ISWGqDPCAITRKPGVYTKVCKYVD 

WIQETMK 

> PDOC00124 PS00134 TRYPSIN_HIS Serine proteases, trypsin family, histidine active site [pattern]. 

58 - 63 LTAAHC 

> PDOC00124 PS00135 TRYPSIN SER Serine proteases, trypsin family, serine active site [pattern]. 



197 - 2 08 DScqGDSGGPLV 

Graphical summary of hits (Java applet) 
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;Gehirall Descri ption jRefefinif es I Com me nts KKll 



ll 



General information, 



Entry name KLKB.HUMAN 
Accession number Q9UBX7 075837. 09NS65 



Created 



|JRel. 40, 16-OCT-2001 
Sequence update | Rel. 40, 16-OCT-2001 



Annotation update^ Rel. 42, 15-SEP-2003 



Description and origin of th#PN>teirr 



Jjegji pfej Kallikrein 11 precursor (EC 3.4.21. -) (Hippostasin) (Trypsin- 
^i§^mm KLK1 1 OR PRSS20 OR TLSP. 

Homo sapiens (Human). 



Taxonomy % ^ j | Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Eutele< 
■ i: ( Yj Hominidae; Homo. 



NCBI TaxID 



9606 



:Refe|ences> i^fe^^X-^^ 4v4V4 ^ *# l^f^^^ 



t [|]| YQShida,S^aniguchi,M., Suemoto,T., Oka,T., He,X.P., Shios 




cloning and expression of a novel serine proteas< 

(1998) Biochim. Biophys. Acta 1399:225-228 

SEQUENCE FROM N.A. (ISOFORM 1) 



. |-4 Position 



I ^'^jmm^^ TISSUE=Hippocampus; 
98438738 
9765601 

Mitsui, S., Yamada,T., Okui,A., Kominami,K., Uemura,H., Yanr 
A novel isoform of a kallikrein-like protease, TLSP/hip| 
and prostate. 

(2000) Biochem. Biophys. Res. Commun. 272:205-211 
FJf3555^^S SEQUENCE FROM N.A. (ISOFORMS ] 
x: f t r ^ommentsl TISS U E = H i p poca m pus, and Prostate 
20329229 



4 ft ■ i - : * 



Pij^lidl 10872828 



Yousef,G.M., Scorilas,A., Diamandis,E.P., 
Genomic organization, mapping, tissue expression, anc 
(TLSP PRSS20), a new member of the human kallikreir 

(2000) Genomics 63:88-96 



Position] SEQUENCE FROM N.A. (ISOFORM 1) 
20130117 
10662548 



Medline 



PubMed 



Gan,L, Lee,I., Smith, R., Argonza-Barrett,R., Lei,H., McCuaig 
Sequencing and expression analysis of the serine pr t€ 
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I (2000) Gene 257:119-130 



4 tlBositionj SEQUENCE FROM N.A. (ISOFORM 1) 



Medline 20510030 



MBl&feiel H054574 



Lamerdin,J.E., McCready,P.M., Skowronski,E., Viswanathan,V 
Stilwagen,S., Phan,H., Velasco,N., Do,L., Regala,W., Terry,A. 
Christensen,M., Georgescu,A., Avila,J., Liu,S. f Andreise/T., Ti 
Lucas,S., Bruce,R., Thomas,?., Quan,G., Kronmiller,B., Arellc 
Olsen,A.S., Carrano,A.V., 

Sequence analysis of chromosome 19ql3.4.Submitted 

yil^rJInj SEQUENCE FROM N.A. (ISOFORM 1) 



Strausberg,R.L., Feingold,E.A., Grouse,L.H., Derge,J.G., Klau 
Schuler,G.D., Altschul,S.F., Zeeberg,B., Buetow,K.H., Schaef 
Max,S.I., Wang,J., Hsieh,F., Diatchenko,L, Marusina,K., Farn 
Bonaldo,M.F., Casavant,T.L., Scheetz,T.E., Brownstein,MJ., I 
Loquellano,N.A., Peters,GJ., Abramson,R.D., Mullahy^.J., B< 
Gunaratne,P.H., Richards,S., Worley,K.C, Hale,S., Garcia,A.r 
Sodergren,EJ., Lu,X., Gibbs,R.A., Fahey,J., Helton, E., Ketten 
Young,A.C, Shevchenko,Y., Bouffard,G.G., Blakesley,R.W., T 
Grimwood,j., Schmutz,J., Myers,R.M., Butterfield,Y.S.N., Krz* 
Schein,J.E., Jones,S.J.M., Marra,M.A., 

Generation and initial analysis of more than 15,000 ful 

(2002) Proc. Natl. Acad. Sci. U.S.A. 99:16899-16903 

WSS. t SEQUENCE FROM N.A. (ISOFORM 1) 



;. Comments TISSUE=Testis; 



. >MeaB 22388257 



IliMiMttl.tliilj 12477932 



Comments? 



Ifijnctton : ^r^^S^-m'- 










SUBCELLULAR LOCATIONS ! 


AiMi 


i ALTERNATIVE: PRODUCTSf : ||f S 


-:-|:. .-:VV 
'• ..- . 

^.i 


TISSUE SPECIFICITY^ f f 


; 1-' \.' " ; 

li\ ' i 

-V -- T * ■ . 

# ■ ' L l : - 


SIMIUVRITV, • f §v>; v f; /:, 7;:t l 


i 



POSSIBLE MULTIFUNCTIONAL PROT 
BZ-PHE-ARG-4-METHYLCOUMARYL-: 
OTHER SUBSTRATES FOR KALLIKRE 

SECRETED. 

Event=Alternative splicing; Named i 
Sequence=Displayed; Name=2; Iso' 

EXPRESSED IN BRAIN, SKIN AND PF 
BRAIN; ISOFORM 2 IN PROSTATE. 

BELONGS TO PEPTIDASE FAMILY SI 



Copyright 



This SWISS-PROT entry is copyright. It is produced through a collaboration betw 
outstation - the European Bioinformatics Institute. There are no restrictions on il 
way modified and this statement is not removed. Usage by and for commercial € 
http://www.isb-sib.ch/announce/ or send an email to license@isb-sib.ch). 



Database cross-references " * [ * ' : 




AB012917: BAA33404.1: ALT INIT. 




AB013730: BAA88713.1: -. 




AB041036: BAA96797.1: -. 




AF164623: AAD47815.1: -. 




AF243527: AAG33364.1: -. 




AC011473: AAG23257.1: -. 




BC022068: AAH22068.1: -. 
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HS'SP- 

i a. 


„0^„™: Z. 


P00763; 1DPO. 




r% ',. 


SOI. 257: -. 






HGNC:6359; KLK11. 


MIM f|.,,^M,f^f:r 


604434: -. 


.•f t ;x>-v. - * 

InterProt^ 


>^ /> •• v v . 


IPR001314; Chymotrypsin. 


% % <tJ% > ':s :§?•-% 4' ■^■^ 




IPR001254: Ser Drotease Trv. 


Pfam ^ 


J 1 '-I 


PF00089: trvDsin: 1. 






PR00722: CHYMOTRYPSIN. 


.„,..„ „^ Tr ...... — ,. .... 

S*M A RT > £4 ^jf 


f ••# i; 

£:..t.:,t. 


SM00020: TrvD SPc; 1. 




x .vj& ■■■■&■■$ • 


PS50240: TRYPSIN DOM: 1. 


|>|0SIIEfct 


4 -J, 
-«4 r 


PS00134: TRYPSIN HIS: 1. 




.f 


PS00135: TRYPSIN SER: 1. 




*«£ f 1 * * 

^4.4 ■# l-f 


I***, i * .^-Js S«. *^ * ^ ^ ^ #! W '^"^ ^"^ ^ ^ 

^ ; , ,, X. ~ . , ; .< <- s- .? * * ■ i^ -*^ * 



Hydrolase : Serine protease ; Glycoprotein : Signal : Zymogen : Alternative : 



Features *> ^#4% j tf i II ? 1 1 



Key 



tlsiiiiiPEPi 



CHAIN 



ilfflSESEESl 





"BISUllFIEa 



DISULFID 



r- DISO.j?ID3 



CARBOHYD 



CARBOHYD 



CARBOHYD 



VARSPLIC 



Begin 
1 

19 
22 
62 
110 
203 
28 
47 
135 
142 
174 
199 
99 
165 
181 
210 
1 



End 
18 
21 
250 
62 
110 
203 
163 
63 
237 
209 
188 
224 
99 
165 
181 
210 
1 



Sequence information 





Description , i 

POTENTIAL. 

ACTIVATION PEPTIDE (POTENTIAL). 
KALLIKREIN 11. 

CHARGE RELAY SYSTEM (BY SIMILARI - 
CHARGE RELAY SYSTEM (BY SIMILARI* 
CHARGE RELAY SYSTEM (BY SIMILARI" 
BY SIMILARITY. 
BY SIMILARITY. 
BY SIMILARITY. 
BY SIMILARITY. 
BY SIMILARITY. 
BY SIMILARITY. 

N-LINKED (GLCNAC.) (POTENTIAL). 
N-LINKED (GLCNAC.) (POTENTIAL). 
N-LINKED (GLCNAC.) (POTENTIAL). 
N-LINKED (GLCNAC.) (POTENTIAL). 
M -> MQRLRWLRDWKSSGRGLTAAKEPC 
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Length : 25 0 aa , molecular we ight: 274 66 Da, CRC6 4 checksum: 192D910BBI 
j^ RILQLILLA LATGLVGg fET ^IIKGFECKP HSQPWQAALF EKTRLLCGAT LIAPRWL 
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// 



AHCLKPRYIV HLGQHNLQKE EGCEQTRTAT ESFPHPGFNN SLPNKDHRND IMLVK 
SITWAVRPLT LSSRCVTAGT SCLISGWGST SSPQLRLPHT LRCANITIIE HQKCEN/ 
NITDTMVCAS VQEGGKDSCQ GDSGGPLVCN QSLQGIISWG QDPCAITRKP GNAT 
DWIQETMKNN 250 



^enfBSal Description l^Mrieiiei | Gorriments ^ 
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